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Abstract
Variant detection from high-throughput sequencing data is an essential step in identification of alleles involved in
complex diseases and cancer. To deal with these massive data, elaborated sequence analysis pipelines are
employed. A core component of such pipelines is a read mapping module whose accuracy strongly affects the
quality of resulting variant calls.
We propose a dynamic read mapping approach that significantly improves read alignment accuracy. The
general idea of dynamic mapping is to continuously update the reference sequence on the basis of previously
computed read alignments. Even though this concept already appeared in the literature, we believe that our
work provides the first comprehensive analysis of this approach.
To evaluate the benefit of dynamic mapping, we developed a software pipeline
(http://github.com/karel-brinda/dymas) that mimics different dynamic mapping scenarios. The pipeline
was applied to compare dynamic mapping with the conventional static mapping and, on the other hand, with the
so-called iterative referencing – a computationally expensive procedure computing an optimal modification of the
reference that maximizes the overall quality of all alignments. We conclude that in all alternatives, dynamic
mapping results in a much better accuracy than static mapping, approaching the accuracy of iterative referencing.
To correct the reference sequence in the course of dynamic mapping, we developed an online consensus caller
named Ococo (http://github.com/karel-brinda/ococo). Ococo is the first consensus caller capable to
process input reads in the online fashion.
Finally, we provide conclusions about the feasibility of dynamic mapping and discuss main obstacles that have
to be overcome to implement it. We also review a wide range of possible applications of dynamic mapping with a
special emphasis on variant detection.
Introduction
High-throughput sequencing technologies (Next-Generation Sequencing, commonly abbreviated NGS) made
available terabases of DNA sequence data coming from numerous de-novo and resequencing experiments. A
central computational problem in NGS data analysis is inferring the original DNA sequence of an individual from
a large set of NGS reads, i.e., short sequence fragments generated by a sequencing machine. This task is usually
solved by mapping reads to a high-quality reference sequence or by a computationally expensive genome assembly
algorithm.
In this paper, we study genotyping by sequencing when a reference sequence is available. A typical pipeline
for inferring the genotype of a sequenced individual consists of the following steps (see, e.g, [1, 2]). Reads
obtained from a sequencer are mapped to the reference sequence and low quality alignments are discarded.
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Figure 1. Demonstration of idea of dynamic mapping. In dynamic mapping, reference sequence is updated
according to already mapped reads. In this example, aligned reads suggest that the base at the highlighted position is
G rather than T, and the reference is corrected as soon as G is supported by sufficiently many reads. To guide the
updates, a dynamic mapper must be equipped with an online consensus caller distinguishing SNPs and sequencing
errors. Disagreements between aligned reads and the reference (sequencing errors, SNPs and indels) are highlighted in
red and updates of the reference in blue.
Aligned reads are further sorted and possibly locally re-assembled or re-aligned around indels in order to better
distinguish SNPs from indels. Systematic biases in base qualities can be further removed from the reads in a base
quality recalibration step. Then, variants are called (either for each individual separately or jointly for a group of
them) and genotype likelihoods inferred. At the final step, variant qualities are recalibrated, and variants filtered
and annotated.
In such a pipeline, read mapping is a crucial step affecting overall results. The ultimate goal of a read
mapper [3, 4] is to align NGS reads or their parts to their “true origin” in the reference genome, inferring their
positions and occurred variants. To achieve this goal, each read is aligned to the most similar region(s) in the
reference determined by the alignment scores.
There are several factors that make mapping a challenging task in practice. Genome sequences are highly
repetitive and often contain several regions equally similar to a read. Employing a sequencing technology
producing long or paired-end reads can alleviate but not completely eliminate this difficulty. Reliability of
mapping strongly depends on how much the sequenced genome differs from the reference. Close individuals (such
as those of the same species) usually differ only weakly and highly variable regions tend to be rare. For distant
individuals, evolutionary events (such as genomic rearrangements or gene duplications) may cause more
substantial differences between the two genomes making it impossible to deduce the true origin of some reads
using similarity search. Sequencing errors constitute another major obstacle. Their rate strongly depends on the
employed technology – from Illumina HiSeq producing reads of 100bp with about 1% of errors to PacBio SMRT
and Oxford Nanopore producing reads of up to several tens of thousand bp with about 15% of errors – and on
the experimental conditions. Furthermore, some reads may come from regions absent in the reference sequence or
may result from contamination by DNA from other genomes. Such reads should be detected and annotated by
the mapper, i.e. marked as unaligned or as aligned with low quality. Finally, the sheer volume of input data
makes of mapping a computationally demanding task constraining the choice of the underlying algorithm. For
instance, whole genome sequencing projects of the human genome of 3 Gbp often use more than 30× coverage.
As a consequence of the above, practical read mappers must represent a fine-tuned trade-off between memory
requirements, speed and sensitivity, and incorporate specific characteristics of target sequencing technologies.
The software must be highly optimized, parallelized, and well-debugged. Today, most common practical mappers
include BWA-MEM [5], Bowtie 2 [6], GEM [7], LAST [8], and NovoAlign. These mappers align reads
coming in a stream, in the online fashion, against a fixed reference sequence. Since the reference is unchanging,
we call such an approach static mapping.
Despite a great deal of work on mapping techniques and a large number of existing mappers (see, e.g., lists on
http://bit.ly/1Y1eNas or http://bit.ly/1sUwsa3), the mapping process remains error prone and often
produces wrong placement of reads, partial mappings, or incorrectly considers reads as non-mappable.
Furthermore, another inherent drawback of static mapping is the bias introduced by alleles which differ between
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the reference and sequenced genomes as alleles present in the reference tend to be favored in the alignment of
reads. This may seriously affect the results of the analysis [9].
In the course of mapping, read alignments computed so far provide a useful information about allelic
differences between sequenced and reference sequences, which can be a helpful guide for adjusting future
mappings, or can even call for remapping previously mapped reads. In this paper, we study the dynamic mapping
approach when the reference sequence is continuously updated based on already computed alignments, and show
that this can significantly improve the quality of mapping. Fig. 1 provides an illustration to this idea. The
general goal of our work is to analyse the pros and cons of dynamic mapping and to provide accurate
quantitative estimates supporting our analysis.
Design and implementation of dynamic mapping constitute a difficult task. One major obstacle is that the
underlying index data structure for the reference sequence must support dynamic updates. There are two main
types of indexing structures used by modern mappers. The first one relies on full-text indexes, in particular on
BWT-index [10], and is used, among others, by the BWA family [5, 11, 12], GEM [7], or Bowtie 2 [6]. Another
group is based on hash tables and includes such mappers as SHRiMP2 [13], PerM [14], NovoAlign,
BFast [15], StamPy [16], and others. Generally speaking, hash table-based structures require a much larger
memory space and, therefore, projects dealing with large data (such as whole eukaryotic genomes) usually use
mappers of the first group. On the other hand, BWT-index hardly lends itself to dynamic updates. One attempt
to implement dynamic updates of BWT-index was made in [17–19], another approach was studied in [20]. In
both cases, provided implementations are only experimental and cannot be considered as ready-to-use tools for
large-scale dynamic mapping. A dynamic k-mer-based index has very recently been proposed in [21].
Another important component of dynamic mapping is online consensus calling which guides the updates of
the reference. An online consensus caller must support quick updates of the reference after new read alignments
have been computed. This requires keeping, in a compact form, a genome-wide statistics of possible variants,
such as a truncated pileup information. Finally, a dynamic mapper may have to support remapping of already
mapped reads.
Dynamic mapping has been little studied so far and only two partial experimental solutions with naive
mapping algorithms are available [22,23]. Program DynMap [22] implements a data structure specifically
designed for mapping reads to a dynamically updated sequence. Unfortunately, space complexity of DynMap is
linear in the number of reads which makes it hardly applicable to contemporary sequencing technologies.
Manuscript [23] (apparently unpublished) is the first attempt to systematically analyse the benefit and the
overhead of dynamic mapping using a simple dedicated tool (https://github.com/jpritt/fm-update). With
an index based on dynamic suffix array [19], the accuracy of dynamic mapping has been compared to iterative
referencing, depending on the mutation rate, read length, number of reads and sequencing error rate. The author
of [23] also considered the problem of statistics reduction and suggested to use coverage vectors in order to take
only first k reads for each base of the reference.
In this paper, we present a comprehensive and systematic study of dynamic mapping. We first focus on the
problem of online consensus calling which is a component required for dynamic mapping. We further present the
first online consensus caller, named Ococo. We present a software pipeline for simulating various alternatives of
dynamic mapping. We then provide a comparative analysis of different dynamic mapping scenarios on several
datasets simulated from bacterial genomes, using the previously developed RNFtools framework [24]. Obtained
results show that dynamic mapping can provide a significant improvement of the accuracy of read alignment
compared to traditional mapping approaches. The pipeline software and the results of our experiments are
available from http://github.com/karel-brinda/dymas.
Materials and Methods
Online consensus calling
A dynamic mapper has to collect statistics about previously mapped reads. When this statistics accumulates a
sufficient evidence of a difference at a certain locus between sequenced and reference genomes, an update of the
reference is reported that triggers a corresponding update of the index. This process is the same as the usual
consensus calling except that it has to be performed in the online (streamed) fashion. Later in the Discussion
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Incoming A-counter C-counter G-counter T-counter Sum
base bin dec bin dec bin dec bin dec
010 2 110 6 001 1 010 2 11 Initial state
C 010 2 111 7 001 1 010 2 12 C-counter incremented
T 010 2 111 7 001 1 011 3 13 T-counter incremented
C 001 1 011 3 000 0 001 1 5 All counters bit-shifted to right
001 1 100 4 000 0 001 1 6 C-counter incremented
Figure 2. Internal statistics of an online consensus caller. This example shows how 3-bit counters keep
reduced truncated pileup information for a single position. The counters with initial values (2, 6, 1, 2) are incremented
after nucleotides C, T, C have been received for this position. After receiving C and T, the corresponding counters
have been simply incremented. Then, after receiving C, all counters are bit-shifted before the C-counter is
incremented.
section we will provide further remarks on the biological relevance of the consensus and on the effect of ploidy.
In this work, we consider consensus calling as SNP calling using reads coming from a single individual. Note
that throughout this paper single nucleotide insertions and deletions are considered as SNPs. SNP calling is a
widely studied problem (see, e.g., [1, 25–34]) but to the best of our knowledge, all published solutions are offline,
i.e, all reads have to be aligned and sorted prior to the calling step. Variants are inferred from differences
between aligned reads and the reference and are usually stored in VCF format [35] together with confidence
scores. They are then filtered in order to keep only those which are reliable enough, in particular those which do
not correspond to sequencing errors. After that, they are incorporated into the original reference to obtain the
consensus.
In this section, we briefly describe Ococo, an online consensus caller that we developed within this work.
Consensus calling algorithm
Regular offline variant callers usually operate by sliding a small window through the genome and keeping in
memory information (read alignments, mapping qualities, base qualities) collected within individual windows.
After variants are detected, their significance scores are computed using the underlying statistical model.
In online consensus calling, reads come from a stream and can map to random positions, therefore our
“window” must be the entire genome. As a consequence, we can afford storing only a limited information about
processed read alignments. Ococo only deals with single-nucleotide replacement updates, other types of updates
will be considered in Discussion. Ococo supports two distinct working modes of an online consensus caller. In
the real-time mode, suitable for dynamic mapping, updates are computed and incorporated into the reference after
processing every read. In the batch mode, reads are processed in batches and updates are made after processing
all reads of a batch, which can be an appropriate solution, e.g, for the hybrid approach (see Discussion).
Compact representation of variant statistics
As opposed to traditional offline consensus callers, an online caller can keep only a very reduced information
about alignments. As a result, a space associated with a single position must be limited to a few bytes if we want
to keep the statistics in RAM.
For example, in the case of human genome and 6 GB of dedicated RAM (note that the caller is likely to run
jointly with other programs such as a read mapper), only up to two bytes per position can be used by the
consensus caller. If indels are not considered, the full statistics should contain four integer counters per position,
one per nucleotide. Our solution is to keep only most significant bits of each counter. If a counter is saturated
but should be incremented, we first bit-shift all the four counters to the right losing the rightmost (least
significant) bit, and then increment the counter. An example is given in Fig. 2. This mechanism makes it
possible to compute nucleotide frequencies in a limited space and, as a side effect, to filter out sequencing errors
that are expected to be randomly distributed. At the beginning of the calling procedure, counters are initialized
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according to the reference sequence (if it is provided), then counters are updated according to the read
nucleotides aligned at the corresponding position.
Update strategy
When a counter is incremented, we have to decide whether this triggers an update. We propose two different
strategies for updates, a majority strategy and a stochastic strategy. For the sake of simplicity and speed, both
strategies consider genomic positions independently and take the decision on the basis of the counters associated
with the position. This approach can be potentially improved, at the cost of an additional time, by considering a
small window and using Bayesian inference (see, e.g., [25, 33]) to decide on updates.
Let C
(j)
α be the value of the α-counter at position j for a nucleotide α ∈ {A,C,G, T} and let
C(j) =
∑
α∈{A,C,G,T} C
(j)
α .
Majority strategy. The reference sequence at position j is updated to α once the condition C
(j)
α ≥ 12C(j)
holds, i.e., α reaches the majority at this position. This strategy results in a moderate number of updates which
tend to vanish when the updating process reaches saturation. On the other hand, this strategy may not be
flexible enough to avoid the alignment bias.
Stochastic strategy. When a counter is incremented, a new base at the corresponding position is drawn
randomly from current counter values: the base is set to α with probability
C(j)α
C(j)
. Note that each sequencing error
present in a read causes an increment of the corresponding counter and can, with a small probability, flip the
corresponding nucleotide in the reference. Therefore, small fluctuations of the reference sequence can occur even
in the hypothetical case of the reference being equal to the sequenced genome. However, a major advantage of
this strategy is the reduction of the alignment bias. For diploid or polyploid genomes, the reference will be
constantly oscillating between all variants. On the downside, this strategy may generate a large number of
updates resulting in a significant overhead.
Note that neither of these two strategies depends on a particular counting mechanism, therefore they can be
potentially used with a more complex and expressive statistics.
Implementation
We developed Ococo (http://github.com/karel-brinda/ococo), an online consensus caller supporting
single-nucleotide updates. Ococo implements both stochastic and majority update strategies as well as both
real-time and batch modes. The software is implemented in C++ and can be integrated into a genomic pipeline or
linked directly to a mapper as a library. Ococo currently supports three counters configurations: 16, 32, and 64
bits per position corresponding to 3, 7, and 15 bits per a single nucleotide counter, respectively. Updates in the
reference sequence can be either recorded using “unsorted VCF” or can be directly incorporated in a FASTA file
(possibly memory-mapped).
Simulation of dynamic mapping
As a truly dynamic mapping is hard to implement, we simulate it using a static mapper and emulate dynamic
operations by index rebuilding. This section presents details of this simulation.
Simulation algorithm
Suppose that we have a reference genome G and a set of reads R = {r1, . . . , rp} that have to be mapped to G. A
dynamic mapping can be simulated using a static mapper and an off-line consensus caller by iterating p times the
following algorithm. Let Gi be the reference genome obtained after iteration i, where i ∈ {1, . . . , p}, and let
G0 = G. At iteration i, we build an index for the reference Gi−1, map read ri to Gi−1, call consensus from
alignments of r1, . . . , ri, and build a new reference Gi (see Fig. 3B). The difference with the truly dynamic
mapping is that instead of modifying the reference index after mapping a new read, we rebuild it from scratch.
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Figure 3. Simulation of dynamic mapping. This schematic view shows how dynamic mapping and iterative
referencing are simulated in Dynamic Mapping Simulator using a static mapper alone. Subsets of reads to be mapped
in individual iterations are shown by vertical lines. In static mapping (SM) (3A), all reads are mapped in a single
iteration. Figure 3B illustrates an ideal, but not feasible, simulation when consensus is called after each new read is
mapped. In practice, reads are processed by batches (Figure 3C,3D). Dynamic mapping (DM) with (3D) and without
(3B,3C) remapping is simulated using nesting or disjoint subsets of reads, respectively. Figure 3E illustrates iterative
referencing (IR). In all scenarios 3B - 3E, each iteration is followed by consensus calling and index rebuilding.
One technical point here is that if indel updates are supported by the procedure, the coordinates of
downstream loci can be shifted, which would require a transformation of alignments of r1, . . . , ri from the
coordinate system of Gi−1 to that of Gi. We will focus on this point in Discussion.
The above approach faithfully simulates dynamic mapping without remapping (i.e. without reconsidering
previously computed read alignments), however it cannot be used in practice since the computationally
demanding index rebuilding has to be performed too many times. To overcome this obstacle, we observe that at
every iteration i, new updates can be reported only at positions covered by the newly mapped read ri. We can
then partition reads into t batches Q1, . . . , Qt, for some t p, such that the alignments of any two reads from
the same batch do not overlap. This can be achieved, e.g., by assigning only dissimilar reads to the same batch.
Now the algorithm works in t iterations and at iteration i ∈ {1, . . . , t}, all the reads from batch Qi are mapped,
which makes the whole procedure fast enough.
In practice, however, computing such batches is a complex task in itself, and instead of fully avoiding overlaps,
we minimize them. We choose t large enough and partition reads into t equal-size batches Q1, . . . , Qt (Fig. 3C).
If the average coverage per iteration Ci satisfies
Ci =
∑
r∈Qi length(r)
length(G)
 1
for every i ∈ {1, . . . , t}, then overlaps are rare.
Until now, we considered dynamic mapping without remapping. To measure the potential effect of remapping,
we slightly modify the previous algorithm. At iteration i, instead of Qi, we map the whole set Q1 ∪ . . . ∪Qi (see
Fig. 3D). Note that such an algorithm simulates the ideal situation when a dynamic mapper remaps all reads
which can be better aligned after an update of the reference.
To summarize, dynamic mapping is simulated as follows. Given a set of reads and a reference genome G, we
define Ci, compute corresponding number of iterations t and randomly split reads into batches Q1, . . . , Qt of
nearly equal size. Then, every iteration consists of three steps: re-building the index according to the current
version of the reference, mapping reads, and calling consensus. Depending on whether we choose to perform
remapping or not, mapping step i involves Q1 ∪ . . . ∪Qi or Qi respectively.
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Figure 4. Dynamic Mapping Simulator: overview of the pipeline. Reads are selected for mapping as
illustrated in Fig. 3. Reference sequence is repeatedly corrected according to the consensus called from already
mapped reads. If insertion or deletion updates are allowed, LiftOver Chain file is used to update RNF coordinates in
read names.
Iterative referencing
To analyze the contribution of dynamic mapping, we compare it to static mapping and, on the other hand, to the
so-called iterative referencing [36]. Iterative referencing (sometimes called iterative read mapping or iterative
remapping) consists in repeatedly mapping all reads followed by consensus calling, see Fig. 3E. Thus, each update
of the reference is inferred from all read alignments spanning this locus, and the whole mapping procedure is
iterated until the convergence of the reference is reached. Clearly, iterative indexing is a costly method, unfeasible
for large datasets, as the index building and the mapping of the whole read set has to be performed several times.
On the other hand, iterative indexing tends to produce an optimal variant of the reference that maximizes the
overall quality of all alignments. Therefore, in our work we use iterative referencing as a reference for evaluating
the quality of dynamic mapping. Various forms of iterative referencing have previously been used in [37–46].
Implementation
We developed Dynamic Mapping Simulator (http://github.com/karel-brinda/dymas), a pipeline for
comparative evaluation of three mapping methods: static mapping, dynamic mapping (with or without
remapping), and iterative referencing (Fig. 4).
For a given reference genome, reads with mutations and sequencing errors are simulated by RNFtools [24]
using DWGsim (https://github.com/nh13/DWGSIM). Obtained reads are then distributed into FASTQ files for
individual iterations (see Fig. 3). Each iteration starts with a mapping step (using BWA-MEM [5] or
Bowtie2 [6]) producing a BAM file. At the consensus calling step, a VCF file with updates is created. Two
ways of calling consensus have been implemented. One way is calling consensus using Ococo (see the previous
section) directly from unsorted BAM files coming from the mapper. An alternative way is sorting the alignments
and producing a pileup file using SAMtools [47], followed by consensus calling via an ad hoc Python script.
Finally, reported updates are incorporated into the reference using BCFtools [48] and the index is rebuilt.
Note that consensus calling using Ococo is much faster since it avoids the time-demanding sorting step,
however it supports only substition updates. In calling from pileup, deletions and insertions are additionally
supported, but the simulation may be slightly less accurate as alignments are processed in the increasing order of
starting positions which differs from the order of the original stream. Furthermore, before the evaluation step,
read coordinates encoded in RNF names (see below) must be recoded into the current coordinate system in
accordance with obtained liftOver chain files.
The entire pipeline is implemented using Snakemake [49] with SMBL (Snakemake Bioinformatics Library,
https://github.com/karel-brinda/smbl). Each component (read mapping, pileup computation, consensus
calling, etc.) has a standalone easily modifiable Python class. In several auxiliary scripts, GNU Parallel [50]
has been used.
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Experiment Reference genome Contaminating genome
Exp. 1 Borrelia garinii (NC 017717.1) (no contamination)
length 905,534 bp
coverage 10× (91,856 reads)
Exp. 2 Mycobacterium tuberculosis (NC 018143.2) Borrelia garinii (NC 017717.1)
length 4,411,709 bp length 905,534 bp
coverage 10× (447,481 reads) coverage 5× (45,928 reads)
Exp. 3 Neisseria meningitidis (NC 017513.1) Borrelia garinii (NC 017717.1)
length 2,184,862 bp length 905,534 bp
coverage 10× (221,616 reads) coverage 5× (45,928 reads)
Exp. 4 Solibacter usitatus (NC 008536.1) Borrelia garinii (NC 017717.1)
length 9,965,640 bp length 905,534 bp
coverage 10× (1,010,810 reads) coverage 5× (45,928 reads)
Table 1. Experiments conducted with Dynamic Mapping Simulator.
Evaluation
To compare the three mapping methods (static mapping, dynamic mapping, iterative referencing), we use the
RNFtools framework [24]. Within this approach, names of simulated reads store information about their
position in the reference. Comparing these coordinates with those reported by mapper allows us to evaluate the
correctness of the mapping.
Given a set of BAM files corresponding to iterations of dynamic mapping and iterative referencing,
RNFtools creates:
• Data files for all iterations containing the amount of reads of different categories as a function of the
threshold on mapping quality.
• Graphs visualizing progressive updates of the ROC curve through individual iterations (see Fig. 5A).
• Graphs displaying fractions of different categories of reads processed in individual iterations (see Fig. 5B).
• Interactive HTML report with all previous data and figures.
All graphs have false discovery rate (FDR) on their x-axes. A lower FDR corresponds to a higher threshold on
mapping quality, hence a larger number of reads that do not pass quality filtering.
Correctness of an alignment is estimated with respect to its leftmost coordinate. Depending on the tolerance
provided to RNFtools, fully-aligned or partially aligned reads can be considered correctly aligned. This allows
us to distinguish different consequences of dynamic mapping on the reported alignments.
Results
Experimental setup and representation of results. To evaluate the effect of dynamic mapping, we
applied our Dynamic Mapping Simulator in a series of four experiments (Table 1). Each experiment focused on a
specific reference genome. In all experiments except one, we considered, in addition, “contamination” reads
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Figure 5. Detailed report of a selected run of Experiment 3. Pipelines have been run using BWA-MEM
mapping algorithm, with the option of indel calling. Reads were simulated with sequencing error rate 0.02 from
mutated Neisseria meningitidis genome (mutation rate 0.07) with coverage 10× and contaminated by reads from
Borrelia garinii with coverage 5×. (A) Comparison of ROC (Receiver Operating Characteristic) curves of all
iterations of simulated dynamic mapping with remapping (left) and of iterative referencing (right). (B) Categories of
reads after static mapping, dynamic mapping with remapping, and iterative referencing. Fractions of different
categories of reads depending on the level of precision (false discovery rate) for static mapping (left), dynamic
mapping with remapping (center) and iterative referencing (right).
coming from another genome. This allowed us to analyze the consequences of sample contamination by other
genomes as well as presence of reads issued from regions absent in the reference sequence.
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Figure 6. Comparison of static mapping (SM), dynamic mapping without calling indels (DM), with calling deletions
(DM (dels)), with calling indels (DM (indels)), without remapping (DM (noremap)), and iterative referencing without
calling indels (IR), with calling deletions (IR (dels)), with calling indels (IR (indels)) for every experiment.
Experiment 1 evaluates different modes of dynamic mapping on a short genome without any contamination.
Experiment 2 highlights the impact of contamination. Experiments 3 and 4 focus on two particular types of
bacterial genomes, namely a highly repetitive genome (Neisseria meningitidis) and a long genome (Solibacter
usitatus, 10.0Mbp), respectively.
Within each experiment, we measured the mapping performance for different modes: static mapping, dynamic
mapping and iterative referencing with or without remapping, with or without calling deletions, with or without
calling both insertions and deletions (indels) (files S1 and S2). The performance of each mapping strategy is
represented by a ROC curve on a chart relating the fraction of incorrectly mapped reads (false discovery rate) to
the fraction of correctly mapped reads among all reads that should be mapped (Fig. 6 and Fig. 5A). This
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’sensitivity-precision’ curve uniformly represents the mapping quality on the whole range of parameters and
independently of the specific scoring system, score threshold and other involved specific parameters [24]. We also
partition reads in eight categories based on whether they are mapped or unmapped correctly (Fig. 5B).
• Reads that should be mapped are subdivided into categories Mapped correctly (mapped to correct position,
passed quality filter), Mapped to wrong position (mapped to incorrect position, passed quality filter),
Multimapped (multiple reported alignments passed quality filter including the correct alignment), Thresholded
incorrectly (should be mapped but was discarded by quality filter), Unmapped incorrectly (incorrect assignment
of flag ‘unmapped’).
• Reads that should not be mapped (i.e. coming from contamination) are split into Unmapped correctly
(correct assignment of flag ‘unmapped’), Mapped, should be unmapped (mapped and passed quality filter),
Thresholded correctly (mapped but filtered out).
Technically, in the case of dynamic mapping and iterative referencing, a run of the pipeline produces a set of
BAM files, each file storing results of an individual iteration of the mapping algorithm. The final result is
considered the one of the last iteration.
Analysis of the results. We provide a comprehensive comparative view of different scenarios of dynamic
mapping and iterative referencing, contrasted with the regular static mapping (Fig. 6). The first immediate
observation is that for each experiment, all curves have a similar shape and can be ordered to have a strictly
increasing performance. This supports the observation that their difference is only due to the quality of the
reference sequence.
As expected, both dynamic mapping and iterative referencing are significantly better than static mapping. In
the first approximation, iterative referencing and dynamic mapping with remapping provide comparable results,
with iterative referencing being slightly superior. The latter is natural, as iterative referencing uses all read
alignments to make decisions about updates, while dynamic mapping uses only a part of them. On the other
hand, results of dynamic mapping without remapping are significantly worse than those of dynamic mapping
with remapping. This means that many reads processed in the beginning of the mapping process are inaccurately
aligned, which significantly affects the overall results. Thus, correction of those alignments appears an essential
step for improving the mapping procedure.
We observe from that indel updates bring a consistent improvement (Fig. 6). Moreover, even supporting
deletions alone leads to a more accurate mapping, and accounting for both deletions and insertions of events
improves the accuracy even further. Note however that supporting indels by a truly dynamic mapper runs into a
hard algorithmic problems of dynamic updates of the underlying data structure and online consensus calling (see
Introduction and Discussion).
We found that contamination of read data by sequences from another genome did not have any qualitative
consequences on the results. When contamination was introduced, qualities of all runs had been comparably
decreased.
Technical observations. We also experimented with using Bowtie 2 as a mapping subroutine. A
particularity of Bowtie 2 is that it has both global and local alignment modes, whereas BWA-MEM performs
only local alignment. This allowed us to compare the impact of these modes on the results of the pipeline. Our
conclusion is that dynamic mapping should be used in combination with a local alignment algorithm. In the case
of global alignment, starting and ending bases of a read tend to be aligned incorrectly in highly mutated regions,
which causes statistics corruption and, as a consequence, wrong updates resulting in a damaged reference.
Usage of per-base alignment qualities which has been shown to decrease the amount of false positives in
updates [51] has not provided any improvement in our experiments. However, this might be because we do not
simulate structural variants for which such a recalibration can improve the accuracy of calling.
We also compared the effect of different amount of statistics stored by a consensus caller (see section above on
consensus caller). We found that the default Ococo option of 16 bits per position did not produce a loss of
accuracy compared to the option of 32 bits per position (data not shown).
Detailed reports. Detailed information about performed experiments is available within Supporting
Information. File S1 provides a description of parameters of individual runs. File S2 contains detailed reports
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similar to Fig. 5 for all runs of every experiment. Full data and HTML reports can be found in directories
Experiments and Reports of http://github.com/karel-brinda/dymas.
Discussion
Consensus sequence and ploidy. Even though consensus is primarily used as a technical mean to obtain
better alignments, the consensus sequence has a biological significance. If the sequenced genome is haploid, the
final consensus tends to correspond to this genome. If it is diploid, the consensus will only contain one variant
nucleotide of each SNP, or can even contain none of them if both variants are supported by approximately equal
numbers of reads. However, an online consensus calling algorithm can be extended to support diploid genomes as
well, provided that ambiguous bases are supported by the mapping algorithm and the underlying index (similarly,
e.g., to [52] or [53]). The consensus would then be updated to an ambiguous nucleotide if two distinct variants
have been observed at this position.
Non-substitution updates. Updates other than substitutions (insertions, deletions, segment reversals, etc.)
are difficult to support in dynamic mapping for two main reasons. Firstly, they entail changes in genomic
coordinates, and therefore either all reported alignments have to be translated into the coordinate system of the
final consensus sequence (which may require local realignment of reads), or differences between the original
reference sequence and the current consensus have to be continuously recorded in a dedicated data structure
allowing the retrieval of original coordinates. Secondly, appropriate counters and calling algorithms have to be
designed for each type of updates.
If we are limited to deletions only, these problems can be solved by using a padded reference sequence (see,
e.g., [54]) and introducing specific counters for deletions. Then, deletions are treated in consensus calling in the
same way as mismatches, after extending the nucleotide alphabet by an additional letter ‘*’. If both insertions
and deletions have to be supported, the algorithm becomes much more difficult to implement. Using a padded
reference allows one to only support insertions at positions from a pre-specified list (by introducing ‘*’ at these
positions), or at positions where a deletion has previously been made. A full support of insertions of arbitrary
length and occurring at arbitrary positions remains an open problem that is still awaiting a practical algorithmic
solution.
Databases of SNPs. SNP databases such as dbSNP [55] can be incorporated into dynamic mapping in two
ways. We can either use an SNP database to set initial values of online consensus caller counters, or restrict the
updates only to SNPs recorded in the database. Restricting possible updates would reduce the computational
complexity of the whole algorithm and would improve the accuracy of processing those updates by keeping a
richer variant statistics and improving indel calling. Note that this approach can be viewed as a particular case of
path projection, see section Reference graphs.
Pileup information. As a side product of dynamic mapping, a simplified pileup information can be obtained
(for more information about the pileup format, see SAMtools documentation [47]). Therefore, NGS methods
supporting pileup as input format (such as those of [56, 57]) can be combined with dynamic mapping in order to
avoid expensive steps of alignment sorting and pileup calling. Note that while dynamic mapping causes a
constant-factor slow-down of the mapping step – from time t to time kt, where k is a deceleration constant
specific to each dynamic mapping algorithm – the sorting step has n log(n) time complexity, where n is the
number of reads, which often makes this step the most time demanding of the pipeline.
In the Ococo online consensus calling algorithm (see Methods), several pieces of information are lost
compared to the “standard pileup” (as produced by SAMtools): information about base qualities and
alignment qualities, order of bases (only counts are kept), distinction of strands (forward or reverse), deletions
and insertions. Moreover, the pileup is truncated when the counter capacity is lower than the maximal coverage
in the experiment.
At the price of an additional memory consumption, the counting mechanism can be modified to recover the
distinction of strands (via doubling all counters) and the count of deletions (via adding a specific counter for
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deletions, see section Non-substitution updates). Truncating can be avoided in Ococo already now by setting
the size of counters large enough.
Hybrid approach. Many computational pipelines are deployed on clusters of many nodes, which enables to
combine online consensus calling with static mapping in a similar way as dynamic mapping without remapping
has been simulated. More specifically, one particular node would be assigned to collect alignments from mapping
nodes and to call consensus online in the batch mode. Another node, in charge of maintaining the index, could
iteratively retrieve the current consensus, rebuild the index and distribute it to mapping nodes. Such a hybrid
approach (combining dynamic mapping and iterative referencing) remains to be verified in practice.
Sequencing in streaming mode. Most of existing sequencers are technically possible to be run in a
streaming mode, and several studies [58–63] already considered the streaming mode in various tasks. Moreover,
practical software solutions for streaming sequencing have already been proposed [64].
In the context of dynamic mapping, streaming sequencing can be particularly beneficial, as produced reads
can be directly piped to a dynamic mapper. Then the sequencing can be kept on until the internal statistics gets
saturated and the consensus sequence becomes stable enough. After these combined sequencing and mapping
steps, only a certain amount of last reported alignments should be used for the subsequent analysis. The reason
is that, as follows from the comparison of dynamic mapping with and without remapping (Fig. 6), reads mapped
to a mature consensus are aligned more accurately.
Detection of somatic cancer mutations. Somatic cancer mutations are often very underrepresented in the
reads as tumor samples are contaminated by normal cells and, on the other hand, somatic mutations are often
specific to particular subclones of the tumor. Therefore, frequencies of somatic cancer mutations can be even
lower than the sequencing error rate, which makes their accurate detection very hard (see, e.g., [65]). To deal
with this issue, normal (control) samples need to be sequenced in addition to tumor samples to allow for a
comparative analysis – see, e.g., papers [56, 65–71] on detecting single-nucleotide variants or papers [56, 57, 72, 73]
on copy-number abberations.
To deal with low mutation frequencies, methods have to rely on high-quality alignments. As we showed in our
work, dynamic mapping can produce significantly more accurate alignments, which results in a better
identification of somatic mutations proximal to SNPs. Note that cancer SNV databases such as COSMIC [74]
can be incorporated into dynamic mapping, as it was with SNP databases (see section Databases of SNPs).
Low somatic mutation frequencies make it necessary to employ a high sequencing coverage which in turn
results in a longer processing time because of the slow alignment sorting step. However, this step can be avoided
by working directly with the simplified pileup (see section on Pileup information).
Long reads. Sequencing technologies producing long reads, such as Pacific Biosciences single-molecule
real-time sequencing or Oxford Nanopore sequencing, have recently emerged. Compared to traditional NGS
platforms such as Illumina MiSeq or HiSeq, they produce considerably longer reads with higher rates of errors,
especially indels. This situation calls for new algorithms specifically designed for long reads, and dynamic
mapping can be helpful in several ways here.
Some methods of long read correction (see, e.g., [75]) proceed by aligning short reads to long reads, possibly
in a way similar to iterative referencing (see, e.g., [44]). Within these alignment-based methods, dynamic
mappers have a great potential to improve the mapping step. However, considering the type of errors in long
reads, indel updates have to be supported by the mapper (see section Non-substitution updates).
Another perspective is applying dynamic mapping of long reads. Unfortunately, consensus calling from long
read alignments appears to be a hard problem even in the offline setting, due to observed error profiles. For
instance, genome assembly algorithms apply sophisticated techniques based on partial order graphs to obtain a
good consensus (see, e.g., [76]). In order to adapt dynamic mapping to long reads, update strategies in online
consensus calling have to be significantly improved, in particular a single update decision has to take into account
counter information at multiple positions. This approach requires a better statistical modeling and deserves
further research.
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Guided genome assembly. If a high quality reference genome is not available, the approach based on read
mapping and variant calling cannot be applied directly. Instead, a computationally expensive genome assembly
(see, e.g., [77]) becomes unavoidable. Nevertheless, when a reference genome for a related species is available, it
can be exploited in order to speed up the assembly process or to improve the quality of produced assemblies.
This approach is known as reference-guided assembly or assisted assembly. Either a single [78–80] or multiple [81]
reference genomes are used as references for auxiliary read alignment to create contigs, or a reference helps to
combine assembled contigs [82–85]. In those approaches where mapping of or to contigs is employed, dynamic
mapping can help in a similar way to what was discussed in section Long reads (contigs can be viewed as a
special case of long reads).
Phylogenetic inference. A class of methods of phylogenetic inference relies on read mapping. In those
methods, reads are mapped to one or multiple references, SNP positions are extracted and a phylogenetic tree is
reconstructed, typically using a maximum likelihood technique. It has been shown [86] that even in the case of
relatively low degree of divergence between queried and reference sequences, the mapping bias can cause
inaccurate estimations of the distance which results in incorrect tree topologies. The correction capacity of
dynamic mapping could reduce this bias and produce better phylogenetic distances, which constitutes a
promising application of dynamic mapping.
Reference graphs. As the traditional concept of sequences as reference structures has become insufficient [87],
reference graphs (sometimes also called variation graphs) appear to be a more appropriate model than reference
sequences. Therefore, new techniques of mapping to reference graphs [88–95], as well as implementations of
reference graphs [96–98] are now a subject of intensive research.
Since state-of-the-art graph mappers (such as VG (https://github.com/vgteam/vg) with GCSA2 [95] as
indexing component) are still experimental and no dynamic mapper has been developed so far, a hypothetical
dynamic graph mapper can now be studied only from a theoretical viewpoint. Two ways of combining dynamic
mapping and mapping to reference graphs can be considered: path projection and dynamic graphs.
In the path projection approach, a fixed graph reference is projected onto a linear sequence. According to
observed variants, the reference sequence is updated in such a way that it still corresponds to some path in the
graph reference. Therefore, this can be considered as a form of dynamic mapping with a restricted set of allowed
updates specified by the graph reference. Decisions about updates can be done stochastically, similar to
stochastic consensus calling described in the Methods section. In such an approach, the probability of a path to
be selected should reflect the fraction of reads already mapped to this path and their mapping qualities.
Implementing path projection requires a dynamic mapper with a particular online consensus caller working
with a graph reference. Instead of collecting statistics for individual bases, it should collect statistics for paths in
the graph. The main advantage of this approach is that it can be built on top of a mapping algorithm working
with linear references (such as BWA or Bowtie2). Note that very dissimilar parallel paths in the graph could be
decomposed into several smaller graphs to prevent extensive updates of the linearized sequence.
In the dynamic graphs approach, the reference graph itself is updated according to reads mapped so far. The
graph is either extended by incorporating all observed variants as new paths, or modified within the same
topology, or both. In the first case, online consensus calling can be completely avoided if all observed differences
are incorporated to the graph. However, all sequencing errors would then get included, which might result in a
massive growth of the graph. In the second case, an online consensus caller could be similar to Ococo but with
a support for reference graphs. In both cases, the underlying graph structure and the corresponding index must
support updates.
Future work. Implementing an efficient dynamic mapper remains an open problem, however most critical
ingredients of such an implementation have already been developed. An online consensus calling algorithm has
been implemented in the Ococo program within our work, and a promising dynamic k-mer index called
SkipPatch has been recently reported in [21]. Altogether, implementing a dynamic mapper limited to
substitution updates and “restricted” indel updates (see Non-substitution updates in Discussion) appears
nowadays as a challenging but mainly engineering task.
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Several other algorithmic problems remain open when more general updates are considered. The main open
problem is to design a more complex framework to maintain variation statistics in compact space through the
mapping procedure, including information about arbitrary-length insertions and large-scale variants (inversions,
transpositions, etc.). A related problem is to define an optimal strategy for reference updates, based on the
collected statistics. This may involve building an appropriate probabilistic model, generalizing the stochastic
strategy we considered in this work.
With a fully dynamic mapper available, the improvement of alignment quality will have to be evaluated for
different tasks, such as variant calling, somatic mutation analysis, reference guided assembly, phylogenetic
inference, or processing long reads. Several new perspectives of NGS data processing will open up, such as
real-time mapping or real-time reference-based variant calling.
It would be also interesting to explore applications of online consensus calling other than dynamic mapping,
e.g. to a distributed implementation of mapping with specific processor nodes dedicated to correcting the
reference and rebuilding the index (see Hybrid approach).
Conclusions
We have shown that the dynamic mapping approach can notably improve read alignment and variant calling.
This improvement is especially important when the sequenced genome is highly mutated compared to the
reference, or belongs to a different species. Thus, in numerous applications involving highly mutated regions (e.g.,
hotspot recombination regions), dynamic mapping can be beneficial. We showed that dynamic mapping can
potentially reach an accuracy comparable to that of iterative referencing, provided that remapping of reads is
enabled. Note that iterative referencing approximates the optimal mapping of all reads to a modified reference.
On the other hand, we found that if remapping is not performed, the accuracy of dynamic mapping becomes
significantly lower, but is still notably better than that of the regular static mapping.
As other results of our work, we provided software programs for simulating dynamic mapping: Dynamic
Mapping Simulator (http://github.com/karel-brinda/dymas) and Ococo online consensus caller
(http://github.com/karel-brinda/ococo). To our knowledge, Ococo is the first consensus caller supporting
the online mode, however its accuracy is limited by restricting possible variation to substitutions only.
On the other hand, our conclusion is that a fully dynamic mapper should be significantly slower than an
optimized static mapper, due to algorithmic difficulties that have to be overcome. This implies that practical
benefit of dynamic mapping will be mainly in those scenarios where iterative re-building of the index cannot be
afforded (e.g., because of a large size of the reference sequence).
Supporting Information
S1 File. Description of runs in a single experiment.
S2 File. Detailed reports for all runs of all experiments.
Acknowledgments
KB and GK were supported by the ABS4NGS grant and by Labex Be´zout of the French government (program
Investissement d’Avenir). VB was supported by the ATIP-Avenir Program, the ARC Foundation and the “Who
Am I?” Project.
References
1. DePristo Ma, Banks E, Poplin R, Garimella KV, Maguire JR, Hartl C, et al. A framework for variation
discovery and genotyping using next-generation DNA sequencing data. Nature Genetics. 2011
4;43(5):491–498.
15/21
2. Van der Auwera GA, Carneiro MO, Hartl C, Poplin R, del Angel G, Levy-Moonshine A, et al. From FastQ
Data to High-Confidence Variant Calls: The Genome Analysis Toolkit Best Practices Pipeline. In: Current
Protocols in Bioinformatics. Hoboken, NJ, USA: John Wiley & Sons, Inc.; 2013. p. 1–11.
3. Reinert K, Langmead B, Weese D, Evers DJ. Alignment of Next-Generation Sequencing Reads. Annual
Review of Genomics and Human Genetics. 2015;16(1):150504161622003.
4. Ribeca P. Short-Read Mapping. In: Bioinformatics for High Throughput Sequencing. New York, NY:
Springer New York; 2012. p. 107–125.
5. Li H. Aligning sequence reads, clone sequences and assembly contigs with BWA-MEM. arXiv. 2013 3;p. 3.
Available from: http://arxiv.org/abs/1303.3997.
6. Langmead B, Salzberg SL. Fast gapped-read alignment with Bowtie 2. Nature methods. 2012 4;9(4):357–9.
7. Marco-Sola S, Sammeth M, Guigo´ R, Ribeca P. The GEM mapper: fast, accurate and versatile alignment
by filtration. Nature methods. 2012 12;9(12):1185–8.
8. Kie lbasa SM, Wan R, Sato K, Horton P, Frith MC. Adaptive seeds tame genomic sequence comparison.
Genome research. 2011 3;21(3):487–93.
9. Brandt DYC, Aguiar VRC, Bitarello BD, Nunes K, Goudet J, Meyer D. Mapping Bias Overestimates
Reference Allele Frequencies at the HLA Genes in the 1000 Genomes Project Phase I Data. G3 (Bethesda,
Md). 2015;5(5):931–41.
10. Ferragina P, Manzini G. Indexing compressed text. Journal of the ACM. 2005 7;52(4):552–581.
11. Li H, Durbin R. Fast and accurate short read alignment with Burrows-Wheeler transform. Bioinformatics
(Oxford, England). 2009;25(14):1754–60.
12. Li H, Durbin R. Fast and accurate long-read alignment with Burrows-Wheeler transform. Bioinformatics
(Oxford, England). 2010 3;26(5):589–95.
13. David M, Dzamba M, Lister D, Ilie L, Brudno M. SHRiMP2: sensitive yet practical SHort Read Mapping.
Bioinformatics (Oxford, England). 2011 4;27(7):1011–2.
14. Chen Y, Souaiaia T, Chen T. PerM: efficient mapping of short sequencing reads with periodic full sensitive
spaced seeds. Bioinformatics (Oxford, England). 2009 10;25(19):2514–21.
15. Homer N, Merriman B, Nelson SF. BFAST: an alignment tool for large scale genome resequencing. PloS
one. 2009 1;4(11):e7767.
16. Lunter G, Goodson M. Stampy: A statistical algorithm for sensitive and fast mapping of Illumina
sequence reads. Genome Research. 2011 6;21(6):936–939.
17. Gerlach W. Dynamic FM-Index for a Collection of Texts with Application to Space-efficient Construction
of the Compressed Suffix Array. Bielefeld University; 2007.
18. Salson M, Lecroq T, Le´onard M, Mouchard L. A four-stage algorithm for updating a Burrows–Wheeler
transform. Theoretical Computer Science. 2009 10;410(43):4350–4359.
19. Salson M, Lecroq T, Le´onard M, Mouchard L. Dynamic extended suffix arrays. Journal of Discrete
Algorithms. 2010 6;8(2):241–257.
20. Belazzougui D, Gagie T, Gog S, Manzini G, Sire´n J. Relative FM-Indexes. In: Moura E, Crochemore M,
editors. String Processing and Information Retrieval, 21st International Symposium, SPIRE 2014, Ouro
Preto, Brazil, October 20-22, 2014. Proceedings. lecture no ed. Springer International Publishing; 2014. p.
52–64.
16/21
21. Gupta N, Sanjeev K, Wall T, Kingsford C, Patro R. Efficient Index Maintenance Under Dynamic Genome
Modification. 2016 4;p. 1–12. Available from: http://arxiv.org/abs/1604.03132.
22. Iliopoulos CS, Kourie D, Mouchard L, Musombuka TK, Pissis SP, de Ridder C. An algorithm for mapping
short reads to a dynamically changing genomic sequence. Journal of Discrete Algorithms. 2012 1;10:15–22.
23. Pritt J. Efficiently Improving the Reference Genome for DNA Read Alignment; 2013.
24. Brˇinda K, Boeva V, Kucherov G. RNF: a general framework to evaluate NGS read mappers.
Bioinformatics (Oxford, England). 2016 1;32(1):136–9.
25. Marth GT, Kwok PY, Korf I, Yandell MD, Yeh RT, Gu Z, et al. A general approach to single-nucleotide
polymorphism discovery. Nature Genetics. 1999 12;23(4):452–456.
26. Li H, Ruan J, Durbin R. Mapping short DNA sequencing reads and calling variants using mapping quality
scores. Genome research. 2008;18(11):1851–8.
27. Li R, Li Y, Fang X, Yang H, Wang J, Kristiansen K, et al. SNP detection for massively parallel
whole-genome resequencing. Genome research. 2009;19(6):1124–32.
28. Koboldt DC, Chen K, Wylie T, Larson DE, McLellan MD, Mardis ER, et al. VarScan: variant detection
in massively parallel sequencing of individual and pooled samples. Bioinformatics (Oxford, England). 2009
9;25(17):2283–5.
29. Malhis N, Jones SJM. High quality SNP calling using Illumina data at shallow coverage. Bioinformatics.
2010;26(8):1029–1035.
30. Nielsen R, Paul JS, Albrechtsen A, Song YS. Genotype and SNP calling from next-generation sequencing
data. Nature Reviews Genetics. 2011 6;12(6):443–451.
31. Albers CA, Lunter G, MacArthur DG, McVean G, Ouwehand WH, Durbin R. Dindel: accurate indel calls
from short-read data. Genome research. 2011 6;21(6):961–73.
32. Xu F, Wang W, Wang P, Jun Li M, Chung Sham P, Wang J. A fast and accurate SNP detection
algorithm for next-generation sequencing data. Nature communications. 2012 12;3:1258.
33. Garrison E, Marth G. Haplotype-based variant detection from short-read sequencing. arXiv preprint
arXiv:12073907. 2012 7;p. 9. Available from: http://arxiv.org/abs/1207.3907.
34. Farrer RA, Henk DA, MacLean D, Studholme DJ, Fisher MC. Using False Discovery Rates to Benchmark
SNP-callers in next-generation sequencing projects. Scientific Reports. 2013;3:1–6.
35. Danecek P, Auton A, Abecasis G, Albers CA, Banks E, DePristo MA, et al. The variant call format and
VCFtools. Bioinformatics. 2011 8;27(15):2156–2158.
36. Ghanayim A, Geiger D. Iterative Referencing for Improving the Interpretation of DNA Sequence Data.
Israel: Computer Science Department, Technion; 2013.
37. Dutilh BE, Huynen MA, Strous M. Increasing the coverage of a metapopulation consensus genome by
iterative read mapping and assembly. Bioinformatics. 2009 11;25(21):2878–2881.
38. Otto TD, Sanders M, Berriman M, Newbold C. Iterative correction of reference Nucleotides (iCORN)
using second generation sequencing technology. Bioinformatics. 2010;26(14):1704–1707.
39. Tsai IJ, Otto TD, Berriman M. Improving draft assemblies by iterative mapping and assembly of short
reads to eliminate gaps. Genome Biology. 2010;11(4):R41.
40. Dutilh BE, Huynen MA, Gloerich J, Strous M. Iterative Read Mapping and Assembly Allows the Use of a
More Distant Reference in Metagenome Assembly. In: Handbook of Molecular Microbial Ecology I. vol. I.
Hoboken, NJ, USA: John Wiley & Sons, Inc.; 2011. p. 379–385.
17/21
41. Tae H, Settlage RE, Shallom S, Bavarva JH, Preston D, Hawkins GN, et al. Improved variation calling via
an iterative backbone remapping and local assembly method for bacterial genomes. Genomics.
2012;100(5):271–276.
42. Hahn C, Bachmann L, Chevreux B. Reconstructing mitochondrial genomes directly from genomic
next-generation sequencing reads–a baiting and iterative mapping approach. Nucleic acids research. 2013
7;41(13):e129.
43. McElroy K, Thomas T, Luciani F. Deep sequencing of evolving pathogen populations: applications, errors,
and bioinformatic solutions. Microbial Informatics and Experimentation. 2014;4(1):1.
44. Hackl T, Hedrich R, Schultz J, Forster F. proovread: large-scale high-accuracy PacBio correction through
iterative short read consensus. Bioinformatics. 2014 11;30(21):3004–3011.
45. Verbist BMP, Thys K, Reumers J, Wetzels Y, Van der Borght K, Talloen W, et al. VirVarSeq: a
low-frequency virus variant detection pipeline for Illumina sequencing using adaptive base-calling accuracy
filtering. Bioinformatics. 2015 1;31(1):94–101.
46. Ode H, Matsuda M, Matsuoka K, Hachiya A, Hattori J, Kito Y, et al. Quasispecies Analyses of the HIV-1
Near-full-length Genome With Illumina MiSeq. Frontiers in Microbiology. 2015 11;6(November):1–11.
47. Li H, Handsaker B, Wysoker A, Fennell T, Ruan J, Homer N, et al. The Sequence Alignment/Map format
and SAMtools. Bioinformatics (Oxford, England). 2009 8;25(16):2078–9.
48. Li H. A statistical framework for SNP calling, mutation discovery, association mapping and population
genetical parameter estimation from sequencing data. Bioinformatics. 2011;27(21):2987–2993.
49. Ko¨ster J, Rahmann S. Snakemake-a scalable bioinformatics workflow engine. Bioinformatics.
2012;28(19):2520–2522.
50. Tange O. GNU Parallel: the command-line power tool. ;login: The USENIX Magazine. 2011;36(1):42–47.
51. Li H. Improving SNP discovery by base alignment quality. Bioinformatics. 2011;27(8):1157–1158.
52. Wu TD, Nacu S. Fast and SNP-tolerant detection of complex variants and splicing in short reads.
Bioinformatics (Oxford, England). 2010 4;26(7):873–81.
53. Hach F, Sarrafi I, Hormozdiari F, Alkan C, Eichler EE, Sahinalp SC. mrsFAST-Ultra: a compact,
SNP-aware mapper for high performance sequencing applications. Nucleic acids research. 2014 5;p. 1–7.
54. Cock PJA, Bonfield JK, Chevreux B, Li H. SAM/BAM format v1.5 extensions for de novo assemblies;
2015. Available from: http://biorxiv.org/lookup/doi/10.1101/020024.
55. Sherry ST, Ward MH, Kholodov M, Baker J, Phan L, Smigielski EM, et al. dbSNP: the NCBI database of
genetic variation. Nucleic acids research. 2001 1;29(1):308–11.
56. Koboldt DC, Zhang Q, Larson DE, Shen D, McLellan MD, Lin L, et al. VarScan 2: somatic mutation and
copy number alteration discovery in cancer by exome sequencing. Genome research. 2012 3;22(3):568–76.
57. Boeva V, Popova T, Bleakley K, Chiche P, Cappo J, Schleiermacher G, et al. Control-FREEC: a tool for
assessing copy number and allelic content using next-generation sequencing data. Bioinformatics. 2012
2;28(3):423–425.
58. Brown CT, Howe A, Zhang Q, Pyrkosz AB, Brom TH. A Reference-Free Algorithm for Computational
Normalization of Shotgun Sequencing Data. 2012 3;p. 1–18. Available from:
http://arxiv.org/abs/1203.4802.
59. Roberts A, Pachter L. Streaming fragment assignment for real-time analysis of sequencing experiments.
Nature Methods. 2012 11;10(1):71–73.
18/21
60. Melsted P, Halldorsson BV. KmerStream: streaming algorithms for k-mer abundance estimation.
Bioinformatics. 2014 12;30(24):3541–3547.
61. Cao MD, Ganesamoorthy D, Elliott A, Zhang H, Cooper M, Coin L. Streaming algorithms for
identification of pathogens and antibiotic resistance potential from real-time MinION sequencing; 2015.
Available from: http://biorxiv.org/lookup/doi/10.1101/019356.
62. Zhang Q, Awad S, Brown C. Crossing the streams : a framework for streaming analysis of short DNA
sequencing reads; 2015.
63. Cao MD, Nguyen SH, Ganesamoorthy D, Elliott A, Cooper M, Coin LJM. Scaffolding and Completing
Genome Assemblies in Real-time with Nanopore Sequencing; 2016. Available from:
http://biorxiv.org/lookup/doi/10.1101/054783.
64. Cao MD, Ganesamoorthy D, Cooper MA, Coin LJM. Realtime analysis and visualization of MinION
sequencing data with npReader. Bioinformatics. 2016 3;32(5):764–766.
65. Gerstung M, Beisel C, Rechsteiner M, Wild P, Schraml P, Moch H, et al. Reliable detection of subclonal
single-nucleotide variants in tumour cell populations. Nature Communications. 2012 5;3:811.
66. Goya R, Sun MGF, Morin RD, Leung G, Ha G, Wiegand KC, et al. SNVMix: predicting single nucleotide
variants from next-generation sequencing of tumors. Bioinformatics (Oxford, England). 2010 3;26(6):730–6.
67. Roth A, Ding J, Morin R, Crisan A, Ha G, Giuliany R, et al. JointSNVMix: a probabilistic model for
accurate detection of somatic mutations in normal/tumour paired next-generation sequencing data.
Bioinformatics (Oxford, England). 2012 4;28(7):907–13.
68. Saunders CT, Wong WSW, Swamy S, Becq J, Murray LJ, Cheetham RK. Strelka: accurate somatic
small-variant calling from sequenced tumor-normal sample pairs. Bioinformatics (Oxford, England). 2012
7;28(14):1811–7.
69. Larson DE, Harris CC, Chen K, Koboldt DC, Abbott TE, Dooling DJ, et al. SomaticSniper: identification
of somatic point mutations in whole genome sequencing data. Bioinformatics (Oxford, England). 2012
2;28(3):311–7.
70. Bareke E, Spinella JF, Vidal R, Healy J, Sinnett D, Csuros M. A novel mathematical basis for predicting
somatic single nucleotide variants from next-generation sequencing. In: Proceedings of the ACM
Conference on Bioinformatics, Computational Biology and Biomedicine - BCB ’12. BCB ’12. New York,
New York, USA: ACM Press; 2012. p. 533–535.
71. Bian J, Liu C, Wang H, Xing J, Kachroo P, Zhou X. SNVHMM: predicting single nucleotide variants from
next generation sequencing. BMC bioinformatics. 2013 1;14(1):225.
72. Sathirapongsasuti JF, Lee H, Horst BAJ, Brunner G, Cochran AJ, Binder S, et al. Exome
sequencing-based copy-number variation and loss of heterozygosity detection: ExomeCNV. Bioinformatics.
2011;27(19):2648–2654.
73. Boeva V, Zinovyev A, Bleakley K, Vert JP, Janoueix-Lerosey I, Delattre O, et al. Control-free calling of
copy number alterations in deep-sequencing data using GC-content normalization. Bioinformatics. 2011
1;27(2):268–269.
74. Forbes SA, Beare D, Gunasekaran P, Leung K, Bindal N, Boutselakis H, et al. COSMIC: exploring the
world’s knowledge of somatic mutations in human cancer. Nucleic acids research. 2015 1;43(Database
issue):805–11.
75. Laehnemann D, Borkhardt A, McHardy AC. Denoising DNA deep sequencing data-high-throughput
sequencing errors and their correction. Briefings in bioinformatics. 2016 1;17(1):154–79.
19/21
76. Loman NJ, Quick J, Simpson JT. A complete bacterial genome assembled de novo using only nanopore
sequencing data. Nature Methods. 2015 6;12(8):733–735.
77. Pop M. Genome assembly reborn: recent computational challenges. Briefings in Bioinformatics. 2009
7;10(4):354–366.
78. Pop M, Phillippy A, Delcher AL, Salzberg SL. Comparative genome assembly. Briefings in bioinformatics.
2004 9;5(3):237–48.
79. Rausch T, Koren S, Denisov G, Weese D, Emde AK, Doring A, et al. A consistency-based consensus
algorithm for de novo and reference-guided sequence assembly of short reads. Bioinformatics. 2009
5;25(9):1118–1124.
80. Schneeberger K, Ossowski S, Ott F, Klein JD, Wang X, Lanz C, et al. Reference-guided assembly of four
diverse Arabidopsis thaliana genomes. Proceedings of the National Academy of Sciences. 2011
6;108(25):10249–10254.
81. Gnerre S, Lander ES, Lindblad-Toh K, Jaffe DB. Assisted assembly: how to improve a de novo genome
assembly by using related species. Genome Biology. 2009;10(8):R88.
82. Vezzi F, Cattonaro F, Policriti A. e-RGA: enhanced Reference Guided Assembly of Complex Genomes.
EMBnetjournal. 2011 8;17(1):46.
83. Nijkamp J, Winterbach W, Van Den Broek M, Daran JM, Reinders M, De Ridder D. Integrating genome
assemblies with MAIA. Bioinformatics. 2011;27(13):i433–i439.
84. Silva GG, Dutilh BE, Matthews T, Elkins K, Schmieder R, Dinsdale Ea, et al. Combining de novo and
reference-guided assembly with scaffold builder. Source Code for Biology and Medicine. 2013;8(1):23.
85. Bao E, Jiang T, Girke T. AlignGraph: algorithm for secondary de novo genome assembly guided by closely
related references. Bioinformatics. 2014 6;30(12):i319–i328.
86. Bertels F, Silander OK, Pachkov M, Rainey PB, van Nimwegen E. Automated Reconstruction of
Whole-Genome Phylogenies from Short-Sequence Reads. Molecular Biology and Evolution. 2014
5;31(5):1077–1088.
87. Marschall T, Marz M, Abeel T, Dijkstra L, Dutilh BE, Ghaffaari A, et al. Computational Pan-Genomics:
Status, Promises and Challenges; 2016. Available from:
http://biorxiv.org/lookup/doi/10.1101/043430.
88. Schneeberger K, Hagmann J, Ossowski S, Warthmann N, Gesing S, Kohlbacher O, et al. Simultaneous
alignment of short reads against multiple genomes. Genome biology. 2009 1;10(9):R98.
89. Huang L, Popic V, Batzoglou S. Short read alignment with populations of genomes. Bioinformatics
(Oxford, England). 2013 7;29(13):361–70.
90. Paten B, Novak A, Haussler D. Mapping to a Reference Genome Structure. arXiv. 2014 4;Available from:
http://arxiv.org/abs/1404.5010.
91. Sire´n J, Va¨lima¨ki N, Ma¨kinen V. Indexing Graphs for Path Queries with Applications in Genome Research.
IEEE/ACM transactions on computational biology and bioinformatics / IEEE, ACM. 2014 3;11(2):375–88.
92. Novak AM, Rosen Y, Haussler D, Paten B. Canonical , Stable , General Mapping using Context Schemes.
arXiv. 2015;p. 1–10.
93. Limasset A, Cazaux B, Rivals E, Peterlongo P. Read Mapping on de Bruijn graph. arXiv. 2015 5;Available
from: http://arxiv.org/abs/1505.04911.
20/21
94. Kim D, Langmead B, Salzberg SL. HISAT: a fast spliced aligner with low memory requirements. Nature
Methods. 2015;12(4):357–360.
95. Sire´n J. Indexing Variation Graphs. 2016 4;Available from: http://arxiv.org/abs/1604.06605.
96. Dilthey A, Cox C, Iqbal Z, Nelson MR, McVean G. Improved genome inference in the MHC using a
population reference graph. Nature Genetics. 2015 4;47(6):682–688.
97. Nguyen N, Hickey G, Zerbino DR, Raney B, Earl D, Armstrong J, et al. Building a Pan-Genome
Reference for a Population. Journal of Computational Biology. 2015 5;22(5):387–401.
98. Global Alliance for Genomics and Health: Human Genome Variation Map (HGVM) Pilot Project; 2016.
21/21
